Distribution of retrotransposon MAGGY in Pyricularia species isolated from various monocot plants was investigated. MAGGY was present in a high copy number in isolates from rice, foxtail millet (Setaria italica), and green bristlegrass (S. viridis), but absent in those from wheat, finger millet, goosegrass, crabgrass, Digitaria horizontalis, and mioga. These results suggest that isolates from rice are phylogenetically close to those from Setaria species.
INTRODUCTION
Pyricularia species are isolated from many monocot species belonging to Gramineae, Cannaceae, Cyperaceae, and Zingiberaceae15). Several researchers have attempted to group these isolates by examining morphology, host range, sexual compatibility, and isozyme patterns of extracellular enzymes8, 11, 13, 20, 31, 32) . Although at least five subgroups (isolates from mioga, crabgrass, Manchurian wild rice, finger millet, and rice) could be clearly discriminated, there remained many isolates whose grouping was ambiguous.
Recently, the development of molecular techniques has provided two classes of DNA markers, which have proved to be very useful for analyses of phylogenetic relationships in phytopathogenic fungi. One is RFLP (restriction fragment length polymorphism)21). Taga25) analyzed RFLP in mitochondrial and nuclear DNA extracted from Pyricularia isolates from crabgrass, finger millet, goosegrass, weeping lovegrass, and rice, and demonstrated that crabgrass isolates could be clearly discriminated from others. Lebrun As shown in Fig. 1 , MAGGY has five EcoRI sites, three HindIII sites, and one BamHI site. To examine internal structure of MAGGY found in rice and foxtail millet isolates, genomic DNA was digested with Hind III+BamHI or EcoRI, and hybridized with pMGY23. Figure 3 shows that pMGY23 detected all expected fragments (1.00, 0.72, and 0.22kb in HindIII+BamHI double digests and 1.19, 1.00, 0.66, and 0.61kb in EcoRI digests). This result indicated that all restriction sites in MAGGY shown in Fig. 1 are conserved in MAGGY copies found in both rice and foxtail millet isolates. It should be noted that two kinds of additional major bands with moderate intensity appeared in HindIII+ BamHI double digests. One is 1.8kb in size and present in both rice and foxtail millet isolates. The other is 1.5 kb in size and specific to foxtail millet isolates. These may be due to other classes of MAGGY that have to have the same genome constitution as foxtail millet14). Isolates from green bristlegrass were suspected to be related to those from foxtail millet based on pathogenicity, mating compatibility, and RFLP analysis11). The present study showed that MAGGY is present in both groups of isolates. Furthermore, the 1.5 kb major band (in HindIII+BamHI double digests in Fig. 3 ) specific to foxtail millet isolates was also present in green bristlegrass isolates tested here (data not shown). These data are consistent with the idea that these two groups of isolates are closely related, although the number of bristlegrass isolates tested is small. It will be needed to analyze more bristlegrass isolates collected from various area and to compare in detail their fingerprinting patterns with those of foxtail millet isolates.
In 1985 wheat blast occurred in Brazil. This disease has spread to all wheat growing regions in Brazil and has caused severe losses in wheat production27). At first, the wheat-infecting isolates were assumed to have descended from rice-infecting isolates for several circumstantial reasons26). However, molecular analyses using MGR or RFLPs suggested that the wheat isolates were not closely related to rice isolates4, 11, 16, 28, 29 
